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1. Accurate analyses of the diets of predators are key to understand trophic 
interactions and defining conservation strategies. Diets are commonly assessed 
through analysis of non-invasively collected scats, and the use of faecal DNA 
(fDNA) analysis can reduce the species misidentifications that could lead to 
biased ecological inference.
2. We review the scientific literature since publication of the first paper on 
amplifying fDNA, in order to assess trends in the use of genetic non-invasive 
sampling (gNIS) for predator species identification in scat-based diet studies 
of North American and European terrestrial mammalian carnivores (Carnivora). 
We quantify error rates in morphology-based predator species identification. 
We then provide an overview of how applying gNIS would improve research 
on trophic interactions and other areas of carnivore ecology.
3. We found that carnivore species identity was verified by using gNIS in only 
8% of 400 studies of carnivore diets based on scats. The median percentage 
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INTRODUCTION
Predators, such as mammalian carnivores, have inherently 
high conservation value and are often strong interactors 
in terrestrial ecosystems. Because numbers of carnivores 
are closely linked to prey density and biomass (Hatton 
et al. 2015), understanding ecosystem effects must begin 
with accurate knowledge of predators’ diets. Also, com-
petition for shared prey in coexisting carnivores has been 
advocated as the main driver of interspecific agonistic 
interactions (Donadio & Buskirk 2006, Ritchie & Johnson 
2009), and determination of cause- effect mechanisms driv-
ing these interactions depends on accurate knowledge of 
feeding ecology. From an applied perspective, livestock 
depredation by carnivores and perceived competition with 
human hunters have driven the global decline and local 
extinction of carnivore species (Ceballos & Ehrlich 2002, 
Treves & Karanth 2003), underscoring the need for rigor-
ous identification of carnivores’ diets. In short, accurate 
diet analysis allows researchers to estimate biological pa-
rameters ranging from trophic niche breadth to trophic 
specialisation and prey selection, thereby enhancing our 
understanding of ecological structure and informing con-
servation and management actions.
The analysis of undigested remains in scats is the most 
commonly used method to assess the diet of mammalian 
carnivores (Klare et al. 2011), generally with the implicit 
assumption that a scat can be correctly attributed to a 
carnivore species based on morphology alone. However, 
the application of non- invasive molecular methods, avail-
able since the 1990s (Hoss et al. 1992, Kohn et al. 1995) 
showed that identification of carnivore species based on 
scat morphology is prone to error, potentially leading to 
biased ecological inferences (Martínez- Gutiérrez et al. 2015, 
Morin et al. 2016, Weiskopf et al. 2016).
More recently, the emergence of next- generation se-
quencing or high- throughput sequencing (HTS) has revo-
lutionised molecular approaches (Schuster 2008) and 
allowed the development of highly efficient protocols for 
analysing low- quantity and low- quality DNA samples 
(Pompanon et al. 2012, De Barba et al. 2017). The HTS 
metagenomic protocols take the next step of confirming 
not only the species leaving the scat, but also positively 
identifying the prey species in the scat, even when re-
mains are small or too decomposed for morphological 
analyses. These approaches have been applied not only 
to large species such as carnivores, but also to small 
insectivores (Biffi et al. 2017) and rodents (Lopes et al. 
2015). While still scant in the scientific literature, recent 
molecular- based dietary assessments reveal errors in pre-
vious morphology- based dietary assessments from scats 
(Mumma et al. 2016, Gosselin et al. 2017, Oja et al. 
2017). Furthermore, the advent of new HTS protocols 
provide opportunities for further insights from non- 
invasively collected faecal samples, ranging from gut 
microbiome composition and disease dynamics to indi-
vidual behaviour.
Here we focus on the application of genetic non- invasive 
sampling (gNIS) to terrestrial mammalian carnivores, based 
on their importance in launching faecal DNA (fDNA) 
analysis and their high profile as a taxonomic group at 
the centre of global conservation and management conflicts 
and challenges. We review the scientific literature, begin-
ning with the first paper describing fDNA amplification 
in 1992, in order to: 1) assess trends in the use of gNIS 
for species identification of the predator in scat- based ter-
restrial carnivore diet studies; 2) quantify the error rates 
in carnivore species identification and illustrate the potential 
biases in the estimation of trophic niche breadth and niche 
overlap among coexisting mammalian carnivore species; 
3) foster the implementation of gNIS among field biolo-
gists by providing guidelines for the key steps in this 
approach; 4) provide the state- of- the- art of gNIS in diet 
assessment of terrestrial vertebrates; and 5) explore the 
emerging fields of research currently expanding the use 
of non- invasive molecular tools for scat samples.
of false positives (i.e. samples wrongly identified as belonging to the target 
species) in morphology-based studies was 18%, and was consistent regardless 
of species’ body size. We did not find an increasing trend in the use of gNIS 
over time, despite the existing technical capability to identify almost all car-
nivore species.
4. New directions for fDNA studies include employing high-throughput sequenc-
ing (HTS) and DNA metabarcoding to identify the predator species, the 
individual predator, the entire assemblage of consumed items, and the mi-
crobiome of the predator and pathogens. We conclude that HTS protocols 
and metagenomic approaches hold great promise for elevating gNIS as a 
fundamental cornerstone for future research in ecology and conservation biol-
ogy of mammals.
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TRENDS IN THE USE OF gNIS FOR 
CARNIVORE IDENTIFICATION IN DIET 
STUDIES
The identification of the species that produced a scat is 
prone to two types of error: false positives, which occur 
when samples from another species are misidentified as 
the target species; and false negatives, which occur when 
samples of the target species are misidentified as something 
else, or omitted from sampling. Both types of error occur 
frequently in traditional scat- based diet studies in the order 
Carnivora, and have potentially far- reaching consequences 
in conservation biology and wildlife management 
(Lonsinger et al. 2015, Martínez- Gutiérrez et al. 2015, 
Mumma et al. 2016). False positives can be investigated 
simply from the putative target species’ samples, whereas 
false negatives require collection and molecular identifica-
tion of all scats (even those not recorded as from the 
target species).
To evaluate the trends in gNIS for predator species 
identification in scat- based studies, we searched Thomson 
Reuters’ Web of Science database for articles assessing the 
diets of 32 mammalian carnivore species (see Appendices 
S1–S4) for the period 1992–2017. We targeted all native, 
wild mammalian mesocarnivores and large carnivores in-
digenous to the North American and European continents. 
By focusing on the continents with the longest history of 
gNIS- based tools to identify carnivore species, we char-
acterise the best- case scenario of gNIS application in re-
search on carnivores’ diets. The details of the literature 
search and exclusion criteria are provided in Appendix 
S1.
We retrieved a total of 518 studies characterising the 
feeding ecology of terrestrial carnivores. Fieldwork spanned 
93 states or countries, and was similarly distributed be-
tween the European and North American continents 
(nAmerica = 241 vs. nEurope = 277; Fig. 1). Studies were 
focused on canids (54%), mustelids (20%), felids (19%) 
and ursids (15%). The three most common target species 
were canids that are frequently at the core of intense 
conservation conflicts: the grey wolf Canis lupus (n = 98), 
the coyote Canis latrans (n = 88) and the red fox Vulpes 
vulpes (n = 73). Carnivore scats were the source material 
in 400 studies; 77 ± 1.8% (mean ± SE) of all studies of 
carnivore feeding ecology rely on scat samples. The con-
stant rate of publication (15 ± 0.6 studies per year, Fig. 2a) 
and the high representativeness of scat- based studies in 
carnivore feeding ecology research suggest that scat analysis 
remains relevant and contemporary, and that it continues 
to be the primary method to resolve the dietary patterns 
of this taxonomic group. We observed a 12- year time- lag 
between the introduction of gNIS as a diagnostic tool for 
scat species and diet item identification (Hoss et al. 1992) 
and the first diet studies implementing it (Fig. 2a, Appendix 
S3). Moreover, the rate of publication of studies that used 
molecular methods to identify the predator species post-
 2003 was 2.4 ± 0.4 per year, nearly six times lower than 
the rate of publication of scat- based diet studies. This 
indicates that most researchers continue to neglect mo-
lecular tools as a means to correct potential biases in 
morphology- based scat identification. Even though gNIS 
continues to become easier and cheaper (Waits & Paetkau 
2005, Rodgers & Janečka 2012), it is not increasing in 
use in the carnivore diet studies.
A quarter of a century after the emergence of gNIS, 
the authors of only 33 studies have used this approach 
to assess the identification of the species that produced 
the scats used for analysis. This corresponds to a modest 
16% of the 211 scat- based diet studies published in the 
2004–2017 period. The majority of the scientific literature 
on carnivore feeding ecology published during the gNIS 
era may be biased due to false positive and false negative 
samples. The low use of gNIS is observed in all carnivore 
taxonomic families. For example, of a total of 225 cases 
when the diet of canids was assessed from scats, gNIS 
was used to confirm target species identity in fewer than 
5% (n = 12). This scenario does not differ much in other 
taxonomic groups, as fewer than 15% of all published 
scat- based diet studies used molecular techniques to con-
firm carnivore species identification per taxonomic group 
(Fig. 3a).
We believe that the primary reasons for the surprising 
paucity of use of gNIS to identify the predator species 
include a lack of operational guidance (e.g. a perception 
that the cost of gNIS is excessive, or limited access to 
expertise or equipment), and unawareness by many field 
scientists about the rate of scat misidentifications. To raise 
awareness and hopefully stimulate an increase in the im-
plementation of gNIS in this field of research, we describe 
the patterns and implications of scat misidentifications 
(see also the case studies in Appendix S4) and provide a 
protocol describing key steps in the implementation of 
gNIS procedures for field ecologists.
POTENTIAL CAVEATS ASSOCIATED WITH 
gNIS IN THE STUDY OF CARNIVORE DIETS
While we argue strongly that gNIS provides an efficient 
means to address field identification uncertainty (Kelly et al. 
2012), non- invasive molecular methods do have limitations. 
First, the samples may yield DNA that is low in quantity 
or quality depending on environmental factors, the fresh-
ness of the sample and the storage conditions (Murphy 
et al. 2007, Nakamura et al. 2017). Natural contamination 
due to behavioural features (e.g. territorial marking by 
individuals of the same or different species) may also be 
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an issue, but can be resolved depending on the specificity 
of primers and the molecular technique used to perform 
species identification. For example, Sanger sequencing may 
be affected by contamination if species- specific primers are 
not used, whereas methods based on DNA fragment size 
allow the identification of several species in a single DNA 
amplification (Palomares et al. 2002, De Barba et al. 2014a). 
Other sources of field or lab contamination due to human 
error or the low quantities of DNA extracted from non- 
invasive samples are documented elsewhere (Waits & 
Paetkau 2005, Beja- Pereira et al. 2009).
Carnivore species identification using gNIS has primarily 
relied on mitochondrial DNA (mtDNA), in large part be-
cause of the much higher DNA copy number compared 
with nuclear DNA. Nevertheless, mtDNA has important 
limitations. Nuclear copies of mitochondrial genes may be 
present (Triant & DeWoody 2007), and can be co- amplified 
with orthologous mtDNA (or even preferentially identified); 
this may cause error in species identification (Kim et al. 
2006, Ermakov et al. 2015). The transference of mitochon-
drial genes from one population or species into another 
by mtDNA introgression has been widely described in mam-
mals (Mallet 2005), and can compromise the correct species 
identification for closely related species. Finally, the use of 
only mtDNA is highly limiting in cases of natural or human- 
induced hybridisation, for example between the European 
mink Mustela lutreola and the polecat Mustela putorius (Lodé 
et al. 2005), or the grey wolf and the domestic dog (Godinho 
et al. 2011). In this respect, the studies by Oliveira et al. 
(2009) with Iberian carnivores and McVey et al. (2013) 
with red wolves and coyotes provide good examples of the 
use of different types of nuclear DNA markers to increase 
species identification accuracy.
The methodological limitations of gNIS are comparatively 
minor, and are easier to overcome than misidentifications 
associated with morphology- based scat sampling. Furthermore, 
ongoing development of laboratory techniques and analysis 
inevitably improves the precision and accessibility of gNIS 
approaches. To quantify the continued evolution of molecular 
tests for carnivore species identification, we searched for stud-
ies describing markers applicable to gNIS of our target species 
(details provided in Appendix S1). We retrieved 42 papers 
matching these criteria. Diagnostic markers for gNIS have 
been steadily increasing, with a mean publication rate of 
1.6 ± 0.3 studies per year (Fig. 2b). Diagnostic gNIS markers 
were available for 50% and 75% of our target species by 
2002 and 2007, respectively (Fig. 2b). By 2016, molecular 
markers were available for 97% (n = 31) of North American 
and European mesocarnivores and large carnivores (Fig. 2b).
PATTERNS AND IMPLICATIONS OF 
CARNIVORE SCAT MISIDENTIFICATION
Our carnivore diet and marker development literature 
searches showed that 64 studies reported scat misidentifica-
tion rates, representing 15 (47%) of the species considered 
in this review. While the overall distribution of the propor-
tion of false positive identifications was skewed towards 
lower values (Fig. 3b), the median percentage of false posi-
tives (18%) suggests that approximately one- fifth of all 
samples in these diet studies were incorrectly identified as 
the target species. This was consistent, regardless of the 
Fig. 1. Geographic distribution, by state or country, of the number of scat- based carnivore diet studies in North America and Europe, published in Science 
Citation Index journals during the period 1992–2017, the proportion that used genetic non- invasive sampling for carnivore species identification, and the 
location of study areas of scat- based studies that report field identification accuracy rates. [Colour figure can be viewed at wileyonlinelibrary.com]
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body size of the target species. Less than one quarter of 
all studies reported a percentage of false positives below 
5% (first quartile = 0.05), indicating that the inclusion of 
false positive samples is widespread. In fact, only eight 
studies (13%) did not detect false positive samples. 
Conversely, 17% of studies reported a percentage of false 
positives over 50%, and it is instructive to review these 
studies to understand when field identifications are most 
likely to be inaccurate. Four putative species- true species 
combinations from six study sites resulted in >75% false 
positives (Davison et al. 2002, Smith et al. 2006, Monterroso 
et al. 2013, Witczuk et al. 2013, Lonsinger et al. 2015). 
Each demonstrates how frequent false positives can become 
when the target species is rare or scarce, especially when 
other sympatric species are relatively abundant. Red fox 
samples were misidentified as the infrequently encountered 
European wildcat Felis silvestris (Monterroso et al. 2013), 
the European pine marten Martes martes (Davison et al. 
2002), and the San Joaquin kit fox Vulpes macrotis (Smith 
et al. 2006), in regions where red foxes are more widespread. 
Samples from the coyote were occasionally misidentified as 
red fox or kit fox, bobcat Lynx rufus and puma Puma 
concolor (Witczuk et al. 2013, Lonsinger et al. 2015). In 
fact, misidentified red fox (in Europe) and coyote (in North 
America) were the primary sources of false positives in 
studies of other carnivores. These misidentifications can 
result in high percentages of false positives when the target 
species is rarely or never detected, and should be scrutinised 
when study objectives, such as quantifying diet requirements 
or assessing predation pressure, are based on detecting an 
elusive carnivore (Weiskopf et al. 2016). Species whose scats 
are frequently misidentified as other carnivores are often 
opportunistic predators with wide trophic niche breadths 
and frequently reported scavenging behaviour, often con-
suming carrion provided by larger carnivore kills (Díaz- Ruiz 
et al. 2013). Other sources of high false positive percentages 
(>50%) include confusion between species of the same 
taxonomic family (Echegaray & Vilà 2010) and sympatric 
Fig. 2. Trends in the use of genetic non- invasive sampling (gNIS) for species identification in scat- based carnivore diet studies published yearly in Science 
Citation Index papers in 1992–2017: (a) cumulative number of scat- based studies and the number using gNIS to identify carnivore species; (b) cumulative 
number of papers describing molecular markers designed for identification for any of our target species with direct application to gNIS published yearly (line), 
and cumulative number of our target species with markers allowing for species identification (bars). [Colour figure can be viewed at wileyonlinelibrary.com]
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species of similar sizes (Long et al. 2007, Morin et al. 2016), 
and it is very likely that all these factors interact and con-
tribute to false negative rates.
Compared with false positives, false negatives are largely 
overlooked and their potential effects are ignored in many 
cases. False negatives were reported in only nine studies. 
Species commonly misidentified as another species included 
coyotes, red foxes, bobcats, pumas, and grey wolves, but 
there was insufficient information to evaluate the percent-
age or rate of false negative misidentifications for most 
cases.
It is evident that both false positives and false nega-
tives occur frequently across all carnivore species and 
geographic areas, and their incidence may be particularly 
sensitive to abundances of target and sympatric species. 
Bias in dietary estimates may be minimal when both 
target and non- target species have highly overlapping 
diets (Martínez- Gutiérrez et al. 2015, Morin et al. 2016). 
However, errors may severely alter the interpretation 
and inference when samples from multiple non- target 
or trophically divergent species are included, typically 
resulting in overestimation of dietary niche breadth 
for species with stricter requirements (Martínez- 
Gutiérrez et al. 2015, Weiskopf et al. 2016). Adopting 
a more conservative sample collection approach (i.e. 
restricted scat dimension parameters or confidence 
rankings) could mitigate the effects of false positives 
(Dellinger et al. 2011, Lonsinger et al. 2015); however, 
an unintended consequence of this approach is an in-
crease in false negatives and incorrectly rejecting samples 
Fig. 3. (a) Total number of studies addressing carnivore diets in North America and Europe, by taxonomic family, published in Science Citation Index 
papers for the period 1992–2017; numbers below bars represent the percentage of studies using scats that employed genetic non- invasive sampling 
for carnivore species identification. Violin plots, (b) and (c), showing the skewed distribution of proportions of false positives in a data set for all putative 
species- true species combinations, and by body size of the putative (b) and true (c) species. Small species (1–6 kg) included foxes, martens, ringtails, 
and domestic cats; intermediate species (6–20 kg) included bobcats, coyotes, lynx, wolverines; and large species (20–100 kg) included wolves, pumas, 
jaguars, and black bears. [Colour figure can be viewed at wileyonlinelibrary.com]
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from the target species. This may be especially true if 
a surveyors’ preconceptions about the target species’ 
ecology reduces the collection of atypical samples (Morin 
et al. 2016), which can lead to self- confirming results 
of the target species’ diet. Thus, it is critical that po-
tential errors in identification and possible outcomes 
relative to the objectives are considered when planning 
or evaluating a diet analysis based on scat collection. 
In Appendix S4, we present two groups of carnivore 
species for which we describe misidentification patterns 
and their consequences for the estimation of trophic 
niche breadth and niche overlap.
INCREASING THE USE OF gNIS IN TROPHIC 
ECOLOGY RESEARCH
To contribute to the transfer of molecular advances to 
fundamental ecological research, we provide a step- by- step 
flowchart identifying five key steps in the design and 
implementation of scat- based studies to assess diet and 
Fig. 4. Diagram depicting the step- by- step process involved in the assessment of trophic relations between predators and prey, and management 
implications derived from their interpretation, with emphasis on the proper procedures during the key steps of genetic non- invasive sampling during 
the pre- molecular stages of the study. [Colour figure can be viewed at wileyonlinelibrary.com]
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related studies in carnivores (Fig. 4). After formulating 
the hypotheses (Stage A1), a first decision is whether 
diagnostic species identification of carnivore scats is es-
sential. As is apparent from our review, confirmation of 
species identity is required in most cases. Exceptions 
include the following situations (Fig. 4, Stages B2 and 
B3): 1) confounding species are either absent or over-
whelmingly rare in the study area; 2) defecation is visually 
confirmed; or 3) animals are backtracked to their daybeds 
or resting sites. The first criterion is rarely met because 
scat misidentifications are prone to occur across a broad 
range of body mass values (Fig. 3b), and the probability 
of collecting a scat from a target species by chance de-
pends on the percentage of scats in the population from 
the target species. Studies on disproportionally overabun-
dant carnivores, as may happen with highly adaptable 
and opportunistic species, such as the red fox (Travaini 
et al. 1997), may inherently entail low- false positive rates. 
However, even in urban or semi- natural environments, 
where carnivore communities are simplified, the presence 
of domestic dogs can contribute to a significant number 
of false positive scats (Krausman et al. 2006, Echegaray 
& Vilà 2010). Diagnostic markers are not necessary when 
target animals are directly observed or scats are collected 
after backtracking target animals to places actively defended 
such as dens, daybeds, resting sites, or marking latrines. 
Mckelvey et al. (2006) were able to identify with 100% 
accuracy all scats of Canada lynx Lynx canadensis en-
countered by backtracking the animals in the snow to 
their daybeds. Likewise, Marucco et al. (2008) were able 
to only collect grey wolf scats by snow- tracking them 
along travel routes in the Italian Alps, and Stenglein et al. 
(2011) recorded a field identification accuracy of 99% 
when collecting grey wolf scats at rendezvous sites in 
Idaho, USA. However, the presence of target species' signs 
(e.g. tracks or scrapes) may not be sufficient to assure 
scat origin, as other species may also have visited and 
even defecated at the same site (Janečka et al. 2008, 2011). 
Only in those relatively few cases where at least one of 
the criteria is met, should ecologists proceed to identify 
and analyse carnivore scats without molecular diagnostic 
species identity confirmation (Fig. 4).
Further key steps in gNIS sampling during the pre- 
molecular stages, critical to ensure good quality results 
are (Fig. 4): field collection (Stage B3), storage and pres-
ervation (Stage C4), selection of samples for gNIS analysis 
(Stage C5), and selection of a gNIS laboratory and sample 
shipment (Stage C6). A rigorous implementation of these 
protocols should provide samples that yield high success 
rates in the extraction, amplification, and species identi-
fication using molecular methods (Piggott 2004, Waits & 
Paetkau 2005, Broquet et al. 2006, Beja- Pereira et al. 2009, 
Panasci et al. 2011).
After predator species identification for each sample us-
ing gNIS, the next step is to use these data to estimate 
the dietary patterns (Stage C8c, Fig. 4), adequately corrected 
for false positive and false negative errors. As a general 
rule, >100 samples of known origin are required for an 
adequate characterisation of dietary patterns for cross- species 
or spatio- temporal comparisons (Trites & Joy 2005, du 
Preez et al. 2017). Hence, assuming a mean scat amplifica-
tion and genotyping rate of ca. 80% (Rodgers & Janečka 
2012) and an expected percentage of false positives of ca. 
20% (see above), ca. 160 scats should be collected from 
the field and sent for genetic analysis for species identifica-
tion to ensure a final sample size of 100 for the target 
species. The approach should be even more conservative 
(i.e. more samples should be collected) when the target 
species is known to be rare. Whenever genotyping this 
number of samples is not possible, a subsample should 
be randomly selected to allow estimation of the precision 
(i.e. 1 – proportion of false positives) of field identification 
of scats. Ideally, the dietary patterns for each target species 
should be assessed using only samples with confirmed target 
species identity (Morin et al. 2016, Weiskopf et al. 2016).
When only a fraction of all samples to be used in diet 
analysis are confirmed by gNIS profiling, then a more 
cautionary and sophisticated approach is required. In such 
cases, the diet reconstruction obtained from the field- 
identified data set should incorporate case- specific precision 
estimates, which will naturally increase the uncertainty in 
the parameters estimated (e.g. frequency of occurrence, 
consumed biomass or prey selection). We propose that 
uncertainty can be estimated using re- sampling protocols, 
such as bootstrapping (Manly 2006). For example, in a 
case where 500 samples were field- identified as belonging 
to coyotes, of which 50 were sent for gNIS profiling with 
85% and 80% amplification and genotyping success rates, 
respectively, the gNIS- identified sample size would be 34. 
If, of those 34 samples, only 25 were actually confirmed 
as coyotes, then the case- specific field identification rate 
would be 74% (CI95 = 0.55–0.84). In this example, as-
suming randomness in the misidentification process, re-
peated random samples of n = 367 should be drawn from 
the total population of samples (n = 500) and the pa-
rameter of interest should be estimated at each iteration. 
Although assuming randomness does not allow the cor-
rection of parameter estimates for misidentification bias, 
it does inflate their uncertainty by incorporating the error 
derived from potential identification error. More accurate 
estimates of dietary parameters and their associated un-
certainties can be obtained if false positives and false 
negatives are simultaneously accounted for in the re- 
sampling protocol. Detailed descriptions of re- sampling 
protocols and uncertainty analysis can be found elsewhere 
(Manly 2006).
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TAKING DIET ANALYSIS ONE STEP 
FURTHER: MOLECULAR TOOLS FOR THE 
IDENTIFICATION OF ITEMS CONSUMED 
AND INDIVIDUAL CONSUMERS
The identification of consumed prey using fDNA analysis 
can overcome some limitations of morphology- based diet 
assessments. Traditional scat- based dietary assessment 
methods rely on macro- identification and microscopic 
identification of undigested items consumed by the preda-
tor; conversion factors or regressions then connect species’ 
remains to ingested biomass (Klare et al. 2011, Chakrabarti 
et al. 2016). Although simple and inexpensive, this method 
has important shortcomings: 1) a high degree of uncer-
tainty is associated with the species- level identification of 
closely related prey remains (Gosselin et al. 2017); and 
2) dietary items composed of soft and highly digestible 
tissues (e.g. Gastropoda, fungi) are not detected (Nilsen 
et al. 2012), and the presence of other prey may be un-
derestimated (Mumma et al. 2016, Gosselin et al. 2017). 
Using region- specific primers (for mtDNA or nuclear DNA) 
and Sanger sequencing technology for the identification 
of prey items, gNIS can minimise the effect of these po-
tential sources of bias (King et al. 2008). For example, 
using molecular methods, Mumma et al. (2016) consist-
ently found higher frequency of occurrence rates for caribou 
Rangifer tarandus, moose Alces alces and snowshoe hare 
Lepus americanus remains in black bear Ursus americanus 
and coyote scats than when using morphological assess-
ments. Gosselin et al. (2017) obtained higher taxonomic 
resolution and sensitivity in the identification of leporid 
species from coyote scats when using molecular analysis 
than when using morphological methods. Also, Oja et al. 
(2017) found that the frequency of occurrence of ground- 
nesting birds in wild boar Sus scrofa scats was over four 
times greater when using genetic analysis than when using 
morphology- based estimates, revealing the role of the wild 
boar in the predation of the threatened capercaillie Tetrao 
urogallus in Estonia.
Individual identification of carnivores from their fDNA 
via gNIS enables individuals to be linked to their diets, 
and provides the means to assess intra- population and 
temporal variation in foraging behaviour and prey con-
sumption patterns, hence testing previously challenging 
research hypotheses (Fedriani & Kohn 2001, Prugh et al. 
2008). In pioneering work, Fedriani and Kohn (2001) 
combined scat genotyping and morphologic- based diet 
assessment to identify the diets of individual coyotes in 
the Santa Monica Mountains of California, USA. These 
authors found a significant heterogeneity in individual diet 
profiles, and were able to define two main groups of 
coyotes on the basis of their relative use of primary food 
sources. Furthermore, they found that the diet diversity 
of individuals is only a subset of that of the entire popu-
lation, and suggest that trophic diversity indices that are 
not based on the analysis of individuals may be down-
wardly biased if the samples represent a small number of 
individuals. More importantly, they discovered little within- 
individual faeces- to- faeces variation, indicating that 
population- level diet diversity exceeds that at the individual 
level. Using a similar approach, Prugh et al. (2008) found 
moderate inter- individual variability between coyotes in 
central Alaska, USA; trophic niche overlap was as low as 
0.42 between social groups of the same population. These 
authors were able to test the optimal foraging theory by 
linking individual variability in coyote dietary breadth and 
consumption rates of snowshoe hares with spatio- temporal 
variation in the availability of this prey species. Also, us-
ing gNIS for individual identification from scats, Mesa- Cruz 
et al. (2016) divided the population of Belizean large felids 
into two groups according to their location, and found 
that diets shifted towards smaller prey outside protected 
areas. These advances currently allow researchers, for in-
stance, to use non- invasive methods to test the Niche 
Variation Hypothesis (Van Valen 1965), which postulates 
that under conditions of reduced interspecific competition, 
a population expands its niche mostly through inter- 
individual variation. In recent years, evidence of individual 
specialisation has accumulated in many vertebrate taxa 
(Bolnick et al. 2003, Araújo et al. 2011), but studies are 
still scant for mammalian carnivores (Semmens et al. 2009, 
Robertson et al. 2014).
The advent of HTS technology and the continuous re-
finement of protocols have opened doors to innovative 
biological applications (Mardis 2008, Schuster 2008). The 
substantial expansion of sequence databases through the 
DNA barcoding of animals (Hebert et al. 2003; Barcoding 
of Life project - http://www.boldsystems.org) has unlocked 
the application of HTS to gNIS, by facilitating an accurate 
and reliable assessment of the full spectrum of prey from 
fDNA (Pompanon et al. 2012, Shehzad et al. 2012, De 
Barba et al. 2014b, Kartzinel & Pringle 2015, Kartzinel 
et al. 2015). Current HTS protocols even allow the iden-
tification of the individual consumer through high‐through-
put microsatellite genotyping (De Barba et al. 2017). 
However, determining the diet of a carnivore from HTS 
data still requires careful development. Two of the most 
commonly cited biological sources of bias in the evalua-
tion of diet by this method are the detection of items 
not intentionally consumed (e.g. food of the consumed 
prey; Sheppard et al. 2005), and the contamination of 
faeces by environmental organisms (e.g. pollen or eggs) 
before sample collection (Pompanon et al. 2012). The 
differential digestibility of dietary items may also influence 
the amount of DNA in the faeces and its detectability in 
diet analysis (Deagle et al. 2010, Thomas et al. 2014). A 
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methodological limitation of the DNA metabarcoding 
method for the assessment of carnivore diets is that, while 
it provides an accurate assessment of consumed item as-
semblages, it does not allow the quantitative analysis of 
consumed items. This shortcoming of molecular methods 
could favour the use of traditional quantitative methods 
that allow the estimation of consumed biomass, and hence 
other derived parameters (e.g. kill rates, energetic require-
ments). However, the development of innovative ap-
proaches, such as relative correction factors (Thomas et al. 
2016), which allow researchers to control for many of 
the biasing factors involved in the quantitative relationship 
between gene copy number and estimates of relative abun-
dance of each prey item in scat samples, may soon facilitate 
quantitative assessment of consumed prey. This and other 
technical aspects related to low- quantity and quality of 
fDNA and the efficiency of metabarcoding protocols are 
beyond the scope of this paper, and may be found else-
where (e.g. Pompanon et al. 2012, Pinol et al. 2014, Shehzad 
et al. 2012, Taberlet et al. 2012).
Consistent with the pattern found in our review of the 
use of gNIS for predator species identification, HTS and 
metabarcoding approaches have not often been applied 
to diet analyses, despite the falling cost and increasing 
power of the techniques. Nevertheless, recently published 
studies illustrate their applicability to carnivore research 
(Shehzad et al. 2012, Dawson et al. 2016, Xiong et al. 
2017). Thus, it is currently possible to rely fully on gNIS 
and HTS technology to assess the carnivore species and 
individual, plus all consumed items, from fDNA obtained 
from its scats. We believe that future research should focus 
on individual- based hypotheses, not only revealing the 
answer to the question ‘who is eating what?’ (Pompanon 
et al. 2012), but also asking ‘who is eating what, where, 
and why?’
CONCLUSION AND FUTURE DIRECTIONS
Carnivores are often key players affecting ecosystem dy-
namics (Ritchie et al. 2012, Ripple et al. 2014). Therefore, 
carnivore feeding ecology is a cornerstone for understand-
ing not only predator biology, but also the effects of 
predators on ecosystems. We documented a high and 
constant rate of publication of studies using scats as a 
source material to evaluate carnivore dietary patterns, which 
highlights the importance of understanding these trophic 
interactions. However, it is striking that over 25 years 
after the emergence of gNIS applied to fDNA, only 8% 
of carnivore diet research utilises this more accurate tech-
nology as a diagnostic tool for carnivore identification. 
We demonstrate that false positive and false negative 
samples are frequent and widespread, and may have sig-
nificantly biased our past inferences about several biological 
patterns and processes. This review makes it clear that 
the adoption of molecular identification of the predator 
should be a standard and required practice in dietary 
analyses in most scenarios. Additionally, we provide guid-
ance for non- geneticists engaging in carnivore diet studies 
to help bridge the gap between genetics and conservation 
practice.
The technological advances in wildlife monitoring tech-
niques have been increasing at an unprecedented rate, 
providing new opportunities to improve conservation sci-
ence and practice, and molecular methods play a crucial 
role (Shafer et al. 2015, Taylor & Gemmell 2016). Advances 
in HTS unlocked a new era for animal diet studies, al-
lowing the identification of the predator species, the in-
dividual predator, and the prey species (Pompanon et al. 
2012, Srivathsan et al. 2016); further, scat samples can be 
analysed much faster and more accurately than they can 
by using traditional molecular tools (e.g. Sanger sequenc-
ing or fragment size- based runs) or morphological iden-
tification. Moreover, metagenomic approaches applied to 
gNIS currently allow researchers to explore new research 
topics, including the identification of microorganisms and 
infectious agents expelled through target species’ scats that 
provide valuable information on the health and potential 
adaptive mechanisms to environmental changes (Amato 
2013, Bahrndorff et al. 2016). Currently, microbiome stud-
ies of wild terrestrial carnivores are limited. Recent articles 
in model and non- model systems have demonstrated that 
the gut microbiome can influence metabolism, nutrition, 
immune response, adaptation and tolerance to environ-
mental perturbation, behaviour, anxiety levels, and, ulti-
mately, fitness (Ezenwa et al. 2012, Hooper et al. 2012, 
Amato 2013, Bahrndorff et al. 2016, Fung et al. 2017). 
Moreover, studies of wild populations have demonstrated 
that phylogeny, physiology, diet, habitat quality, spatial 
location, sex, social system and status, reproductive status, 
and age all impact the microbiome composition of species 
and individuals (Ley et al. 2008, Muegge et al. 2011, 
Degnan et al. 2012, Phillips et al. 2012, Gomez et al. 
2015, Maurice et al. 2015, Sommer et al. 2016, Wasimuddin 
et al. 2017, Wu et al. 2017). These studies and a growing 
body of literature on the role of microbiomes in influenc-
ing individual fitness clearly demonstrate the importance 
and value of faecal samples to characterise and understand 
the gut microbiome in populations of wild animals.
Infectious diseases may also have profound impacts on 
animal and human populations, and could be included 
in surveillance programs (Scott 1988, Pedersen et al. 2007). 
Faeces are known carriers of different pathogens, including 
micro- and macroparasites, which may cause disease to 
the individual, to other wild or domestic animals or, ul-
timately, to humans. The advent of HTS brought a break-
through in epidemiologic surveillance, and a new paradigm 
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that supports the understanding of the whole pathogenic 
community as baseline information. A few studies have 
used HTS technologies to screen the fDNA of mammalian 
carnivores for viruses (e.g. Li et al. 2010, Bodewes et al. 
2014, Conceição- Neto et al. 2017). Identification of macro-
parasites in fDNA remains underexplored through HTS, 
but we foresee that HTS tools will soon become essential 
for research in this field. There is great potential for the 
use of these tools in gNIS, to move beyond purely de-
scriptive studies of microbiomes, diet and disease to in-
vestigations that evaluate the functional links between 
individual behaviour, consumption patterns, genetic com-
position, gut microbiome and disease dynamics in the 
near future.
The recent scaling- up of non- invasive genetics to non- 
invasive genomics currently provides the setting to engage 
in genome- wide approaches from gNIS (Perry et al. 2010, 
Carroll et al. 2018), further widening our perspectives and 
allowing researchers to explore the full extent of inter- 
individual variability. Genomics may also provide more 
accurate and precise estimates of population structure and 
demographic parameters, as well as adaptive genetic vari-
ation (Perry et al. 2010, Russello et al. 2015, Shafer et al. 
2015). Although DNA in non- invasive samples is low- 
quality and available in limited quantity, reducing the 
power of genome scans for adaptive traits, the available 
library preparation and sequencing technologies should, 
in theory, allow genomic coverage to be extended (Chiou 
& Bergey 2018). Likewise, functional genomics could be 
soon tangible through gNIS techniques (Carroll et al. 2018). 
This opens the exciting new possibility of non- invasively 
studying the genetic basis of specific traits, such as factors 
that influence dietary choices by individuals (e.g. physical 
condition, aggressive behaviour, boldness). Currently, a 
large number of species have a reference genome assembly, 
and many more will have in a near future (e.g. Genome 
10K community of scientists 2009). Therefore, if one con-
siders the dietary profile as a phenotype that results from 
specific traits reflecting either specific behaviours or physical 
capabilities, it is reasonable to envision genome- wide as-
sociation studies aimed at identifying regions of the genome 
implicated in the individual manifestation of such traits. 
The same rationale can be used for any other traits that 
can be inferred from gNIS on scat samples, such as sus-
ceptibility or resistance to diseases, and adaptation to 
environmental gradients. To our knowledge, these ap-
proaches have never been attempted using non- invasive 
sampling, though they hold great promise for taking gNIS 
one step further to answer questions of general interest 
in the field of evolutionary biology – such as questions 
about local adaptation and host- parasite co- evolution – as 
well as providing a strong contribution to the conserva-
tion management of natural populations.
These exciting new research avenues still require sig-
nificant technological investment, bioinformatic expertise, 
and establishment of standardised protocols, and will 
certainly entail significant research costs. Therefore, many 
of the new conservation genomic applications described 
above are not yet optimised for general use by ecologists. 
However, the application of rapidly evolving HTS pro-
tocols to gNIS, together with the overall reduction in 
laboratory costs and the increasing knowledge transfer 
between genetics and conservation biology, will help de-
crease the gap between conservation genetics and con-
servation practice (Shafer et al. 2015, Taylor & Gemmell 
2016). The science of trophic interactions would benefit 
greatly from increased accuracy and resolution in carnivore 
and prey identification, to assess fine- scale patterns of 
resource use, and to contribute towards a better under-
standing of the mechanisms underlying the coexistence 
of species.
ACKNOWLEDGEMENTS
PM enjoyed a postdoctoral fellowship funded by FEDER 
funds through the Operational Programme for Competi-
tiveness Factors - COMPETE and by National Funds through 
FCT - Foundation for Science and Technology (UID/
BIA/50027/2013 and POCI-01-0145-FEDER-006821). RG 
was supported by a research contract from the Portuguese 
Foundation for Science and Technology (IF/564/2012). The 
University of Idaho, USA, provided salary support for LW. 
The Luso-American Development Foundation (FLAD) pro-
vided travel funding between the University of Porto, 
Portugal, and the University of Montana, USA.
[Correction added on 1 February 2019, after first publication: 
This article was updated to include the Acknowledgement 
section.]
REFERENCES
Amato KR (2013) Co- evolution in context: the importance 
of studying gut microbiomes in wild animals. Microbiome 
Science and Medicine 1: 10–29.
Araújo MS, Bolnick DI, Layman CA (2011) The ecological 
causes of individual specialisation. Ecology Letters 14: 
948–958.
Bahrndorff S, Alemu T, Alemneh T, Lund Nielsen J (2016) 
The microbiome of animals: implications for conservation 
biology. International Journal of Genomics 2016: 1–7.
Beja-Pereira A, Oliveira R, Alves PC, Schwartz MK, Luikart 
G (2009) Advancing ecological understandings through 
technological transformations in noninvasive genetics. 
Molecular Ecology Resources 9: 1279–1301.
108 Mammal Review 49 (2019) 97–112 © 2018 The Authors. Mammal Review published by Mammal Society and John Wiley & Sons Ltd.
P. Monterroso et al.Genetic non-invasive sampling for carnivore diet
Biffi M, Gillet F, Laffaille P, Colas F, Aulagnier S, Blanc F et al. 
(2017) Novel insights into the diet of the Pyrenean desman 
(Galemys pyrenaicus) using next- generation sequencing 
molecular analyses. Journal of Mammalogy 98: 1497–1507.
Bodewes R, Ruiz-Gonzalez A, Schapendonk CM, van den 
Brand JM, Osterhaus AD, Smits SL (2014) Viral 
metagenomic analysis of feces of wild small carnivores. 
Virology Journal 11: 89.
Bolnick DI, Svanback R, Fordyce JA, Yang LH, Davis JM, 
Hulsey CD, Forister ML (2003) The ecology of 
individuals: incidence and implications of individual 
specialization. The American Naturalist 161: 1–28.
Broquet T, Ménard N, Petit E (2006) Noninvasive 
population genetics: a review of sample source, diet, 
fragment length and microsatellite motif effects on 
amplification success and genotyping error rates. 
Conservation Genetics 8: 249–260.
Carroll EL, Bruford MW, DeWoody JA, Leroy G, Strand A, 
Waits L, Wang J (2018) Genetic and genomic 
monitoring with minimally invasive sampling methods. 
Evolutionary Applications 11: 1094–1119. https://doi.
org/10.1111/eva.12600.
Ceballos G, Ehrlich PR (2002) Mammal population losses 
and the extinction crisis. Science 296: 904–907.
Chakrabarti S, Jhala YV, Dutta S, Qureshi Q, Kadivar RF, 
Rana VJ (2016) Adding constraints to predation through 
allometric relation of scats to consumption. Journal of 
Animal Ecology 85: 660–670.
Chiou KL, Bergey CM (2018) Methylation- based enrichment 
facilitates low- cost, noninvasive genomic scale sequencing 
of populations from feces. Scientific Reports 8: 1975.
Conceição-Neto N, Godinho R, Alvares F, Yinda CK, 
Deboutte W, Zeller M et al. (2017) Viral gut 
metagenomics of sympatric wild and domestic canids, and 
monitoring of viruses: insights from an endangered wolf 
population. Ecology and Evolution 7: 4135–4146.
Davison A, Birks JDS, Brookes RC, Braithwaite TC, Messenger 
JE (2002) On the origin of faeces: morphological versus 
molecular methods for surveying rare carnivores from their 
scats. Journal of Zoology 257: 141–143.
Dawson SJ, Crawford HM, Huston RM, Adams PJ, Fleming 
PA (2016) How to catch red foxes red handed: 
identifying predation of freshwater turtles and nests. 
Wildlife Research 43: 615–622.
De Barba M, Adams JR, Goldberg CS, Stansbury CR, Arias 
D, Cisneros R, Waits LP (2014a) Molecular species 
identification for multiple carnivores. Conservation Genetics 
Resources 6: 821–824.
De Barba M, Miquel C, Boyer F, Mercier C, Rioux D, 
Coissac E, Taberlet P (2014b) DNA metabarcoding 
multiplexing and validation of data accuracy for diet 
assessment: application to omnivorous diet. Molecular 
Ecology Resources 14: 306–323.
De Barba M, Miquel C, Lobreaux S, Quenette PY, Swenson 
JE, Taberlet P (2017) High- throughput microsatellite 
genotyping in ecology: improved accuracy, efficiency, 
standardization and success with low- quantity and 
degraded DNA. Molecular Ecology Resources 17: 492–507.
Deagle BE, Chiaradia A, McInnes J, Jarman SN (2010) 
Pyrosequencing faecal DNA to determine diet of little 
penguins: is what goes in what comes out? Conservation 
Genetics 11: 2039–2048.
Degnan PH, Pusey AE, Lonsdorf EV, Goodall J, Wroblewski 
EE, Wilson ML, Rudicell RS, Hahn BH, Ochman H 
(2012) Factors associated with the diversification of the 
gut microbial communities within chimpanzees from 
Gombe National Park. Proceedings of the National 
Academy of Sciences 109: 13034–13039.
Dellinger JA, McVey JM, Cobb DT, Moorman CE (2011) 
Diameter thresholds for distinguishing between red wolf 
and other canid scat. Wildlife Society Bulletin 35: 416–420.
Díaz-Ruiz F, Delibes-Mateos M, García-Moreno JL, María 
López-Martín J, Ferreira C, Ferreras P (2013) 
Biogeographical patterns in the diet of an opportunistic 
predator: the red fox Vulpes vulpes in the Iberian 
Peninsula. Mammal Review 43: 59–70.
Donadio E, Buskirk SW (2006) Diet, morphology, and 
interspecific killing in Carnivora. The American Naturalist 
167: 524–536.
du Preez B, Purdon J, Trethowan P, Macdonald DW, 
Loveridge AJ (2017) Dietary niche differentiation 
facilitates coexistence of two large carnivores. Journal of 
Zoology 302: 149–156.
Echegaray J, Vilà C (2010) Noninvasive monitoring of 
wolves at the edge of their distribution and the cost of 
their conservation. Animal Conservation 13: 157–161.
Ermakov OA, Simonov E, Surin VL, Titov SV, Brandler OV, 
Ivanova NV, Borisenko AV (2015) Implications of hybridization, 
NUMTs, and overlooked diversity for DNA Barcoding of 
Eurasian ground squirrels. PLoS ONE 10: e0117201.
Ezenwa VO, Gerardo NM, Inouye DW, Medina M, Xavier 
JB (2012) Microbiology. Animal behavior and the 
microbiome. Science 338: 198–199.
Fedriani JM, Kohn MH (2001) Genotyping faeces links 
individuals to their diet. Ecology Letters 4: 477–483.
Fung TC, Olson CA, Hsiao EY (2017) Interactions between 
the microbiota, immune and nervous systems in health 
and disease. Nature Neuroscience 20: 145–155.
Genome 10K Community of Scientists (2009) Genome 10K: 
a proposal to obtain whole- genome sequence for 10,000 
vertebrate species. Journal of Heredity 100: 659–674.
Godinho R, Llaneza L, Blanco JC, Lopes S, Alvares F, 
Garcia EJ, Palacios V, Cortes Y, Talegon J, Ferrand N 
(2011) Genetic evidence for multiple events of 
hybridization between wolves and domestic dogs in the 
Iberian Peninsula. Molecular Ecology 20: 5154–5166.
109Mammal Review 49 (2019) 97–112 © 2018 The Authors. Mammal Review published by Mammal Society and John Wiley & Sons Ltd.
Genetic non-invasive sampling for carnivore dietP. Monterroso et al.
Gomez A, Petrzelkova K, Yeoman CJ, Vlckova K, Mrazek J, 
Koppova I et al. (2015) Gut microbiome composition 
and metabolomic profiles of wild western lowland gorillas 
(Gorilla gorilla gorilla) reflect host ecology. Molecular 
Ecology 24: 2551–2565.
Gosselin EN, Lonsinger RC, Waits LP (2017) Comparing 
morphological and molecular diet analyses and fecal DNA 
sampling protocols for a terrestrial carnivore. Wildlife 
Society Bulletin 41: 362–369.
Hatton IA, McCann KS, Fryxell JM, Davies TJ, Smerlak M, 
Sinclair AR, Loreau M (2015) The predator- prey power 
law: biomass scaling across terrestrial and aquatic biomes. 
Science 349: aac6284.
Hebert PD, Cywinska A, Ball SL, deWaard JR (2003) 
Biological identifications through DNA barcodes. 
Proceedings of the Royal Society B: Biological Sciences 270: 
313–321.
Hooper LV, Littman DR, Macpherson AJ (2012) Interactions 
between the microbiota and the immune system. Science 
336: 1268–1273.
Hoss M, Kohn M, Paabo S, Knauer F, Schroder W (1992) 
Excrement analysis by PCR. Nature 359: 199.
Janečka JE, Jackson R, Yuquang Z, Diqiang L, Munkhtsog B, 
Buckley-Beason V, Murphy WJ (2008) Population monitoring 
of snow leopards using noninvasive collection of scat samples: 
a pilot study. Animal Conservation 11: 401–411.
Janečka JE, Munkhtsog B, Jackson RM, Naranbaatar G, 
Mallon DP, Murphy WJ (2011) Comparison of 
noninvasive genetic and camera- trapping techniques for 
surveying snow leopards. Journal of Mammalogy 92: 
771–783.
Kartzinel TR, Pringle RM (2015) Molecular detection of 
invertebrate prey in vertebrate diets: trophic ecology of 
Caribbean island lizards. Molecular Ecology Resources 15: 
903–914.
Kartzinel TR, Chen PA, Coverdale TC, Erickson DL, Kress 
WJ, Kuzmina ML, Rubenstein DI, Wang W, Pringle RM 
(2015) DNA metabarcoding illuminates dietary niche 
partitioning by African large herbivores. Proceedings of the 
National Academy of Sciences 112: 8019–8024.
Kelly MJ, Betsch J, Wultsch C, Mesa B, Mills LS (2012) 
Noninvasive sampling for carnivores. In: Boitani L, Powell 
RA (eds) Carnivore Ecology and Conservation: a Handbook 
of Techniques, 47–69. Oxford University Press, Oxford, 
UK.
Kim JH, Antunes A, Luo SJ, Menninger J, Nash WG, 
O’Brien SJ, Johnson WE (2006) Evolutionary analysis of a 
large mtDNA translocation (numt) into the nuclear 
genome of the Panthera genus species. Gene 366: 
292–302.
King RA, Read DS, Traugott M, Symondson WO (2008) 
Molecular analysis of predation: a review of best practice 
for DNA- based approaches. Molecular Ecology 17: 
947–963.
Klare U, Kamler JF, Macdonald DW (2011) A comparison 
and critique of different scat- analysis methods for 
determining carnivore diet. Mammal Review 41: 294–312.
Kohn MH, Knauer F, Stoffella A, SchröDer W, Pääbo S 
(1995) Conservation genetics of the European brown bear 
- a study using excremental PCR of nuclear and 
mitochondrial sequences. Molecular Ecology 4: 95–104.
Krausman PR, Grinder MI, Gipson PS, Zuercher GL, 
Stewart GC, Jones CA (2006) Molecular identification of 
coyote feces in an urban environment. The Southwestern 
Naturalist 51: 122–126.
Ley RE, Hamady M, Lozupone C, Turnbaugh PJ, Ramey 
RR, Bircher JS et al. (2008) Evolution of mammals and 
their gut microbes. Science 320: 1647–1651.
Li L, Victoria JG, Wang C, Jones M, Fellers GM, Kunz TH, 
Delwart E (2010) Bat guano virome: predominance of 
dietary viruses from insects and plants plus novel 
mammalian viruses. Journal of Virology 84: 6955–6965.
Lodé T, Guiral G, Peltier D (2005) European mink- polecat 
hybridization events: hazards from natural process? 
Journal of Heredity 96: 89–96.
Long RA, Donovan TM, Mackay P, Zielinski WJ, Buzas JS 
(2007) Effectiveness of scat detection dogs for detecting 
forest carnivores. Journal of Wildlife Management 71: 
2007–2017.
Lonsinger RC, Gese EM, Waits LP (2015) Evaluating the 
reliability of field identification and morphometric 
classifications for carnivore scats confirmed with genetic 
analysis. Wildlife Society Bulletin 39: 593–602.
Lopes CM, De Barba M, Boyer F, Mercier C, da Silva Filho 
PJ, Heidtmann LM et al. (2015) DNA metabarcoding diet 
analysis for species with parapatric vs sympatric 
distribution: a case study on subterranean rodents. 
Heredity 114: 525–536.
Mallet J (2005) Hybridization as an invasion of the genome. 
Trends in Ecology and Evolution 20: 229–237.
Manly BFJ (2006) Randomization, Bootstrap and Monte 
Carlo Methods in Biology. Chapman & Hall/CRC Press, 
Boca Raton, Florida, USA.
Mardis ER (2008) The impact of next- generation sequencing 
technology on genetics. Trends in Genetics 24: 133–141.
Martínez-Gutiérrez PG, Palomares F, Fernández N (2015) 
Predator identification methods in diet studies: uncertain 
assignment produces biased results? Ecography 38: 922–929.
Marucco F, Pletscher DH, Boitani L (2008) Accuracy of scat 
sampling for carnivore diet analysis: wolves in the Alps as 
a case study. Journal of Mammalogy 89: 665–673.
Maurice CF, Knowles SC, Ladau J, Pollard KS, Fenton A, 
Pedersen AB, Turnbaugh PJ (2015) Marked seasonal 
variation in the wild mouse gut microbiota. International 
Society for Microbial Ecology Journal 9: 2423–2434.
Mckelvey KS, Kienast JV, Aubry KB, Koehler GM, Maletzke 
BT, Squires JR, Lindquist EL, Loch S, Schwartz MK 
(2006) DNA analysis of hair and scat collected along 
110 Mammal Review 49 (2019) 97–112 © 2018 The Authors. Mammal Review published by Mammal Society and John Wiley & Sons Ltd.
P. Monterroso et al.Genetic non-invasive sampling for carnivore diet
snow tracks to document the presence of Canada lynx. 
Wildlife Society Bulletin 34: 451–455.
McVey JM, Cobb DT, Powell RA, Stoskopf MK, Bohling 
JH, Waits LP, Moorman CE (2013) Diets of sympatric 
red wolves and coyotes in northeastern North Carolina. 
Journal of Mammalogy 94: 1141–1148.
Mesa-Cruz JB, Brown JL, Waits LP, Kelly MJ (2016) 
Non- invasive genetic sampling reveals diet shifts, but little 
difference in endoparasite richness and faecal 
glucocorticoids, in Belizean felids inside and outside 
protected areas. Journal of Tropical Ecology 32: 226–239.
Monterroso P, Castro D, Silva TL, Ferreras P, Godinho R, 
Alves PC (2013) Factors affecting the (in)accuracy of 
mammalian mesocarnivore scat identification in south- 
western Europe. Journal of Zoology 289: 243–250.
Morin DJ, Higdon SD, Holub JL, Montague DM, Fies ML, 
Waits LP, Kelly MJ (2016) Bias in carnivore diet analysis 
resulting from misclassification of predator scats based 
on field identification. Wildlife Society Bulletin 40: 
669–677.
Muegge BD, Kuczynski J, Knights D, Clemente JC, Gonzalez A, 
Fontana L, Henrissat B, Knight R, Gordon JI (2011) Diet drives 
convergence in gut microbiome functions across mammalian 
phylogeny and within humans. Science 332: 970–974.
Mumma MA, Adams JR, Zieminski C, Fuller TK, Mahoney 
SP, Waits LP (2016) A comparison of morphological and 
molecular diet analyses of predator scats. Journal of 
Mammalogy 97: 112–120.
Murphy MA, Kendall KC, Robinson A, Waits LP (2007) 
The impact of time and field conditions on brown bear 
(Ursus arctos) faecal DNA amplification. Conservation 
Genetics 8: 1219–1224.
Nakamura M, Godinho R, Rio-Maior H, Roque S, 
Kaliontzopoulou A, Bernardo J, Castro D, Lopes S, 
Petrucci-Fonseca F, Álvares F (2017) Evaluating the 
predictive power of field variables for species and 
individual molecular identification on wolf noninvasive 
samples. European Journal of Wildlife Research 63: 53. 
https://doi.org/10.1007/s10344-017-1112-7.
Nilsen EB, Christianson D, Gaillard J-M, Halley D, Linnell 
JDC, Odden M, Panzacchi M, Toigo C, Zimmermann B 
(2012) Describing food habits and predation: field 
methods and statistical considerations. In: Boitani L, 
Powell RA (eds) Carnivore Ecology and Conservation: a 
Handbook of Techniques, 256–272. Oxford University 
Press, Oxford, UK.
Oja R, Soe E, Valdmann H, Saarma U (2017) Non- invasive 
genetics outperforms morphological methods in faecal 
dietary analysis, revealing wild boar as a considerable 
conservation concern for ground- nesting birds. PLoS ONE 
12: e0179463.
Oliveira R, Castro D, Godinho R, Luikart G, Alves PC (2009) 
Species identification using a small nuclear gene fragment: 
application to sympatric wild carnivores from south- 
western Europe. Conservation Genetics 11: 1023–1032.
Palomares F, Godoy JA, Piriz A, O’Brien SJ (2002) 
Faecal genetic analysis to determine the presence and 
distribution of elusive carnivores: design and 
feasibility for the Iberian lynx. Molecular Ecology 11: 
2171–2182.
Panasci M, Ballard WB, Breck S, Rodriguez D, Densmore 
LD, Wester DB, Baker RJ (2011) Evaluation of fecal 
DNA preservation techniques and effects of sample age 
and diet on genotyping success. The Journal of Wildlife 
Management 75: 1616–1624.
Pedersen AB, Jones KE, Nunn CL, Altizer S (2007) 
Infectious diseases and extinction risk in wild mammals. 
Conservation Biology 21: 1269–1279.
Perry GH, Marioni JC, Melsted P, Gilad Y (2010) Genomic- 
scale capture and sequencing of endogenous DNA from 
feces. Molecular Ecology 19: 5332–5344.
Phillips CD, Phelan G, Dowd SE, McDonough MM, 
Ferguson AW, Delton Hanson J, Siles L, Ordonez-Garza 
N, San Francisco M, Baker RJ (2012) Microbiome 
analysis among bats describes influences of host 
phylogeny, life history, physiology and geography. 
Molecular Ecology 21: 2617–2627.
Piggott MP (2004) Effect of sample age and season of 
collection on the reliability of microsatellite genotyping of 
faecal DNA. Wildlife Research 31: 485–493.
Pinol J, San Andres V, Clare EL, Mir G, Symondson WO 
(2014) A pragmatic approach to the analysis of diets of 
generalist predators: the use of next- generation sequencing 
with no blocking probes. Molecular Ecology Resources 14: 
18–26.
Pompanon F, Deagle BE, Symondson WO, Brown DS, 
Jarman SN, Taberlet P (2012) Who is eating what: diet 
assessment using next generation sequencing. Molecular 
Ecology 21: 1931–1950.
Prugh LR, Arthur SM, Ritland CE (2008) Use of faecal 
genotyping to determine individual diet. Wildlife Biology 
14: 318–330.
Ripple WJ, Estes JA, Beschta RL, Wilmers CC, Ritchie EG, 
Hebblewhite M et al. (2014) Status and ecological effects 
of the world’s largest carnivores. Science 343: 1241484.
Ritchie EG, Johnson CN (2009) Predator interactions, 
mesopredator release and biodiversity conservation. 
Ecology Letters 12: 982–998.
Ritchie EG, Elmhagen B, Glen AS, Letnic M, Ludwig G, 
McDonald RA (2012) Ecosystem restoration with teeth: what 
role for predators? Trends in Ecology and Evolution 27: 
265–271.
Robertson A, McDonald RA, Delahay RJ, Kelly SD, Bearhop 
S (2014) Individual foraging specialisation in a social 
mammal: the European badger (Meles meles). Oecologia 
176: 409–421.
111Mammal Review 49 (2019) 97–112 © 2018 The Authors. Mammal Review published by Mammal Society and John Wiley & Sons Ltd.
Genetic non-invasive sampling for carnivore dietP. Monterroso et al.
Rodgers TW, Janečka JE (2012) Applications and techniques 
for non- invasive faecal genetics research in felid 
conservation. European Journal of Wildlife Research 59: 1–16.
Russello MA, Waterhouse MD, Etter PD, Johnson EA 
(2015) From promise to practice: pairing non- invasive 
sampling with genomics in conservation. PeerJ 3: e1106.
Schuster SC (2008) Next- generation sequencing transforms 
today’s biology. Nature Methods 5: 16–18.
Scott ME (1988) The impact of infection and disease on 
animal populations: implications for conservation biology. 
Conservation Biology 2: 40–56.
Semmens BX, Ward EJ, Moore JW, Darimont CT (2009) 
Quantifying inter- and intra- population niche variability 
using hierarchical Bayesian stable isotope mixing models. 
PLoS ONE 4: e6187.
Shafer AB, Wolf JB, Alves PC, Bergstrom L, Bruford MW, 
Brannstrom I et al. (2015) Genomics and the challenging 
translation into conservation practice. Trends in Ecology 
and Evolution 30: 78–87.
Shehzad W, Riaz T, Nawaz MA, Miquel C, Poillot C, Shah 
SA, Pompanon F, Coissac E, Taberlet P (2012) Carnivore 
diet analysis based on next- generation sequencing: 
application to the leopard cat (Prionailurus bengalensis) in 
Pakistan. Molecular Ecology 21: 1951–1965.
Sheppard SK, Bell J, Sunderland KD, Fenlon J, Skervin J, 
Symondson WOC (2005) Detection of secondary 
predation by PCR analyses of the gut contents 
invertebrate generalist predators. Molecular Ecology 14: 
4461–4468.
Smith DA, Ralls K, Cypher BL, Clark HO, Kelly PA, 
Williams DF, Maldonado JE (2006) Relative abundance of 
Endangered San Joaquin kit foxes (Vulpes macrotis 
mutica) based on scat–detection dog surveys. The 
Southwestern Naturalist 51: 210–219.
Sommer F, Stahlman M, Ilkayeva O, Arnemo JM, Kindberg 
J, Josefsson J, Newgard CB, Frobert O, Backhed F (2016) 
The gut microbiota modulates energy metabolism in the 
hibernating brown bear Ursus arctos. Cell Reports 14: 
1655–1661.
Srivathsan A, Ang A, Vogler AP, Meier R (2016) Fecal 
metagenomics for the simultaneous assessment of diet, 
parasites, and population genetics of an understudied 
primate. Frontiers in Zoology 13: 17.
Stenglein JL, Waits LP, Ausband DE, Zager P, Mack CM 
(2011) Estimating gray wolf pack size and family 
relationships using noninvasive genetic sampling at 
rendezvous sites. Journal of Mammalogy 92: 784–795.
Taberlet P, Coissac E, Pompanon F, Brochmann C, 
Willerslev E (2012) Towards next-generation biodiversity 
assessment using DNA metabarcoding. Molecular ecology 
21: 2045–2050.
Taylor HR, Gemmell NJ (2016) Emerging technologies to 
conserve biodiversity: further opportunities via genomics. 
Response to Pimm et al. Trends in Ecology and Evolution 
31: 171–172.
Thomas AC, Jarman SN, Haman KH, Trites AW, Deagle 
BE (2014) Improving accuracy of DNA diet estimates 
using food tissue control materials and an evaluation 
of proxies for digestion bias. Molecular Ecology 23: 
3706–3718.
Thomas AC, Deagle BE, Eveson JP, Harsch CH, Trites AW 
(2016) Quantitative DNA metabarcoding: improved 
estimates of species proportional biomass using correction 
factors derived from control material. Molecular Ecology 
Resources 16: 714–726.
Travaini A, Delibes M, Ferreras P, Palomares F (1997) 
Diversity, abundance or rare species as a target for the 
conservation of mammalian carnivores: a case study in 
Southern Spain. Biodiversity and Conservation 6: 529–535.
Treves A, Karanth KU (2003) Human- carnivore conflict and 
perspectives on carnivore management worldwide. 
Conservation Biology 17: 1491–1499.
Triant DA, DeWoody JA (2007) The occurrence, detection, 
and avoidance of mitochondrial DNA translocations in 
mammalian systematics and phylogeography. Journal of 
Mammalogy 88: 908–920.
Trites AW, Joy R (2005) Dietary analysis from fecal samples: 
how many scats are enough? Journal of Mammalogy 86: 
704–712.
Van Valen L (1965) Morphological variation and width of 
ecological niche. The American Naturalist 99: 377–390.
Waits LP, Paetkau D (2005) Noninvasive genetic sampling 
tools for wildlife biologists: a review of applications and 
recommendations for accurate data collection. Journal of 
Wildlife Management 69: 1419–1433.
Wasimuddin Menke S, Melzheimer J, Thalwitzer S, Heinrich 
S, Wachter B, Sommer S (2017) Gut microbiomes of 
free- ranging and captive Namibian cheetahs: diversity, 
putative functions and occurrence of potential pathogens. 
Molecular Ecology 26: 5515–5527.
Weiskopf SR, Kachel SM, McCarthy KP (2016) What are 
snow leopards really eating? Identifying bias in food- habit 
studies. Wildlife Society Bulletin 40: 233–240.
Witczuk J, Pagacz S, Mills LS (2013) Disproportionate 
predation on endemic marmots by invasive coyotes. 
Journal of Mammalogy 94: 702–713.
Wu X, Zhang H, Chen J, Shang S, Yan J, Chen Y, Tang X, 
Zhang H (2017) Analysis and comparison of the wolf 
microbiome under different environmental factors using 
three different data of Next Generation Sequencing. 
Scientific Reports 7: 11332.
Xiong M, Wang D, Bu H, Shao X, Zhang D, Li S, Wang 
R, Yao M (2017) Molecular dietary analysis of two 
sympatric felids in the mountains of southwest China 
biodiversity hotspot and conservation implications. 
Scientific Reports 7: 41909. 
112 Mammal Review 49 (2019) 97–112 © 2018 The Authors. Mammal Review published by Mammal Society and John Wiley & Sons Ltd.
P. Monterroso et al.Genetic non-invasive sampling for carnivore diet
SUPPORTING INFORMATION
Additional supporting information may be found in the 
online version of this article at the publisher’s web-site.
Appendix S1. Literature search and exclusion criteria search 
used in the literature reviews for carnivore diet studies 
and non- invasive marker description.
Appendix S2. Identification of the target species, mean 
body mass (kg), with respective total number of studies 
addressing dietary patterns and subsets that used scats 
and non- invasive genetic sampling.
Appendix S3. List of research articles retrieved in the 
dietary patterns and marker development literature searches.
Appendix S4. Case studies identifying misidentification 
patterns in 1) grey wolf, coyote, and bobcat in North 
America; and 2) red fox, European wildcat and pine marten 
in Europe, illustrating the consequences of biases in the 
estimation of trophic niche breadth and niche overlap.
